The authors wish to make the following corrections to this paper \[[@B1-ijms-21-02380]\]: in [Figure 4](#ijms-21-02380-f001){ref-type="fig"} the same gel scans were mistakenly pasted to illustrate splicing changes of: i) BIM in KIJ-265T and KIJ308T cells, and ii) MCL-1 in UOK171 and KIJ-265T. In order to correct this mistake, we have provided the updated [Figure 4](#ijms-21-02380-f001){ref-type="fig"} with the correct gel scans. Therefore, please replace the old [Figure 4](#ijms-21-02380-f001){ref-type="fig"}

with the new [Figure 4](#ijms-21-02380-f002){ref-type="fig"}.

The article conclusions and findings reported are not affected by this correction. All authors approve this correction. The authors would like to apologize for any inconvenience caused to the readers by these changes.
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